Numbers on the left indicate the log2FC of the miRNA followed by the number of down−regulated (logFC < −1.0) protein−coding target genes Normalized read counts of up−regulated miRNAs (P < 0.05 and log2FC > 0.5) in marker−positive over marker−negative fractions 
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Figure 7: GO Biological Process terms in the sub-tree nervous system development, GO:0007399 that are significantly enriched in the set of up-regulated protein-coding genes that are targets of down-regulated microRNAs in the marker-positive vs. marker-negative FACS fractions and vice versa. MicroRNAs having a significant overlap (number in brackets) of their target genes with genes regulated in the opposite direction are printed in bold. Grey colors denote the GO term enrichment P -value of down-regulated target genes of up-regulated microRNAs in the markerpositive fractions, whereas non-grey colors denote the GO term enrichment P -value of up-regulated target genes of down-regulated microRNAs in the marker-positive fractions, respectively. (137) ban (58) (38) ban (44) Figure 11: GO Biological Process terms in the sub-tree nervous system development, GO:0007399 that are significantly enriched in the set of up-regulated protein-coding genes that are targets of up-regulated transcription factors (TF) in the positive vs negative FACS fractions and vice versa for neuroblasts at 6-8h AEL and neuron/glia at 18-22h AEL. Shown are only those transcription factors having a significant overlap (numbers in brackets) of their target genes with genes that are differentially expressed in the same direction. Grey colors denote the enrichment P -value of down-regulated target genes of down-regulated TFs in the marker-positive fractions, whereas non-grey colors denote the enrichment P -value of up-regulated target genes of up-regulated TFs in the marker-positive fractions, respectively.
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so (2) kni (10) tll (22) oc (1) E(spl)m5−HLH (2) E(spl)m8−HLH (2) ovo (2) pnr (3) grh (2) ems (1) vvl (2) prd (120) bcd (66) tin (49) Dll (13) Figure 12: GO Biological Process terms in the sub-tree nervous system development, GO:0007399 that are significantly enriched in the sets of differentially expressed targets of transcription factors that are regulated in the same direction in the comparisons between marker-positive fractions. Shown are only those TFs having a significant overlap (numbers in brackets) of their target genes with genes that are differentially expressed in the same direction. Figure 13 : GO Biological Process terms in the sub-tree nervous system development, GO:0007399 that are significantly enriched in the set of differentially expressed protein-coding genes that are targets of transcription factors that are differentially expressed in the same direction that in turn are targets of reversely expressed microRNAs. Numbers in brackets denote the number of differentially expressed transcription factors that are targeted by the microRNA. Figure 14: GO Biological Process terms in the sub-tree nervous system development, GO:0007399 that are significantly enriched in the sets of differentially expressed protein-coding genes that are targets of differentially expressed transcription factors that in turn are targeted by reversely expressed microRNAs. Numbers in brackets denote the number of differentially expressed transcription factors that are targeted by the microRNA.
